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We present an updated partitioned phylogenomics approach, using site-heterogeneous models and amino acid recoding, and test
whether it is more robust to data heterogeneity induced errors on well characterized example datasets, before applying it to key
datasets previously showing support for both comb jellies or sponges as sister to all other animals depending upon phylogenetic
methodology used.

Our analyses focused on 6 existing phylogenomic datasets from 5 previous studies.

Three of these were used as test datasets and are known to be susceptible to easily corrected long branch attraction artefacts. The
first of these is a eukaryote dataset assembled by Brinkmann et al. 2005 (BEA dataset) with Archaea as the outgroup. This dataset
incorrectly groups the fast-evolving Microsporidia as sister to all other eukaryotes when analysed with standard site-homogeneous
models, rather than correctly grouping them with Fungi, as can be achieved using improved taxon sampling, slowly evolving sites, or
site-heterogeneous models. The second and third datasets are bilaterian datasets including only Fungi as an outgroup and were
generated by Lartillot et al. 2007. These two datasets are differentiated by the presence of either nematodes (LEAN dataset) or
platyhelminths (LEAP). The distant fungal outgroup is known to draw the long-branching nematode or platyhelminth clades toward
the tree root when using standard site-homogeneous models, while improved taxon sampling, and use of site-heterogeneous models
corrects this, favoring the monophyly of Protostomia.

Three animal phylogeny datasets were selected which have been shown to support either sponges or comb jellies as sister to other
animals depending on the methodology applied. The first of these is the 'EST' dataset of Ryan et al 2013 (REA dataset) which supports
comb jellies as sister to other animals when using site-homogeneous models and a partitioned phylogenomics approach, but when
reanalysed with the CAT model and distant outgroups removed supports sponges as sister to other animals (Pisani et al. 2015). The
second is 'dataset 16' from Whelan et al. 2015 (WEA15 dataset), which was also reanalysed by Pisani et al, follows the same pattern.
The third animal phylogeny dataset is 'Metazoa_Choano_RCFV_strict' from Whelan et al. 2017 (WEA17 dataset), which supports
comb jelies as sister to other animals under standard site-homogeneous models, partitioning, and site-heterogeneous models, but
when reanalysed pairing site-heterogeneous models with amino recoding supports sponges as sister to other animals (Feuda et al
2017).

For test datasets we collected three data that are very well characterized and have previously been shown to be susceptible to long
branch attraction artefacts, but for which this can be ameliorated using site-heterogeneous models or improved taxon sampling.

For animal phylogeny datasets all three datasets were chosen because they have been analysed multiple times in the literature and
have provided support for both comb jellies or sponges as sister to other animals depending upon the analysis methodology, thus
they represent key datasets to resolve this debate.

The BEA and LEA(N/P) datasets were kindly provided by Hervé Philippe and Nicolas Lartillot respectively.

The REA dataset was obtained from: https://research.nhgri.nih.gov/manuscripts/Baxevanis/science2013_supplement/.

The WEA15 dataset was obtained from: https://figshare.com/articles/
Error_signal_and_the_placement_of_Ctenophora_sister_to_all_other_animals/1334306

The WEA17 dataset was obtained from: https://figshare.com/articles/
Ctenophora_Phylogeny_Datasets_and_Core_Orthologues/4484138

All datasets were collected between 2018 and 2019.

We modified two animal datasets REA and WEA15 for our analyses to include only the closest outgroups to minimize bias, and also
removed the species Xenoturbella bocki from one of the REA dataset as this has previously caused problems with analyses using
complex models. These modification were previously performed by Pisani et al. 2015, where they have been justified in detail. In
addition we did not reanalyse the dataset of Simion et al. 2017 as, despite it being the largest dataset used to resolve the animal
phylogeny yet, we judged reanalyses to be overly computationally intensive, which would also impede reproducibility.

We have made all of the precise datasets, partition model files, SR4 recoded models, and partition-specific log-likelihood values from
our study available for other researchers to reanalyse.

Randomization was not relevant to this study. As our study reanalysed previously built phylogenomic datasets gene and taxon
sampling were already performed. For the animal phylogeny datasets the previous studies used different dataset assembly and
curation approaches, and the datasets are each made up of different (although overlapping) sets of genes and taxa.

Blinding is not relevant to studies of this type.




